ABSTRACT Here, we present the first draft genome sequences of 14 bacterial strains isolated from the nasopharynx of healthy feedlot cattle. These genomes are from 12 Lactobacillus isolates (L. amylovorus, L. buchneri, L. curvatus, and L. paracasei), 1 Enterococcus hirae isolate, and 1 Staphylococcus chromogenes isolate.
instructions. Pre-and postprocessed reads were assessed for quality using FastQC v.0.11.1 (6) . Trimmomatic v.0.38 (7) was used to remove sequencing adapters, reads with a quality score of less than 15 over a sliding window of 4 bp, and sequences shorter than 50 bp. The leading and trailing 15 bp were also removed from each sequence. Reads were assembled using SPAdes v.3.11.1 (8) with the default parameters in the "careful" mode, and the quality of the assemblies was determined using QUAST v.5.0.1 (9) . The taxonomy of the assemblies was confirmed using Kraken 2 v.2.0.7beta and the minikraken2 database v.2 with the default parameters (10). Assemblies were then annotated using Prokka v.1.13.3 with the default parameters and a minimum contig length of 500 bp (11) . The assembly statistics and number of coding sequences for each assembled genome are shown in Table 1 . The draft genomes of these 14 isolates will be further characterized to evaluate encoded mechanisms that may lead to inhibition of the BRD pathogen M. haemolytica.
Data availability. All raw genome sequences and draft genome assemblies have been deposited in the Sequence Read Archive and GenBank, respectively, under the accession numbers listed in Table 1 .
